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A-25 Integrated studies on development and aging of cognition, physiology and morphology in Primates  
Ceridwen Boel (New South Wales University)   ᡤෆᑐᛂ⪅㸸℈⏣✨ 
155ಶయࡢ஺㞧࣐࢝ࢡಶయ࡟㛵ࡋ࡚ࠊ㢌⵹࣭ୗ㢡㦵࡜ṑ∳࡟ぢࡽࢀࡿ㠀ィ ⓗ≉ᚩ(Ⓨ⏕Ꮫⓗᚤ⣽␗ᖖ࡟ὀ┠ࡋ࡚)ࡢ⫗






























ᖖ஧᰿࡛࠶ࡿࡀ㸪KUPRIZ 239ࡢୖ㢡 P3ࡣ୕᰿࡛࠶ࡿ㸬ࡲࡓ㸪ࢱࢾ࢟ࡢ P4ࡣ㏻ᖖ㸪㏆㐲ᚰ᪉ྥ࡟ఙࡧࡓ⿣⫗ṑ≧ࢆࡋ࡚
࠸ࡿࡀ㸪KUPRIZ 141 ࡢୖ㢡 P4 ࡣ㏆㐲ᚰ᪉ྥ࡟࠶ࡲࡾఙࡧ࡚࠾ࡽࡎ㸪ࡲࡓ㢋⯉᪉ྥ࡟ࡩࡃࢀ࡚࠾ࡾ㸪୕ゅᙧࡢညྜ㠃ほ
ࢆࡋ࡚࠸ࡿ㸬ጞ᪂ୡഅ㋟㢮ࡢ Entelodonᒓࡢୖ㢡 P3ࡣ㏻ᖖࢱࢾ࢟࡜ྠᵝ࡟஧᰿࡛࠶ࡿࡀ㸪Entelodon viensisࡢ၏୍ࡢୖ㢡
P3ࡢᶆᮏࡣ㸪KUPRIZ 239࡜ྠᵝࡢ୕᰿ࡢᙧែࢆࡋ࡚࠸ࡿ㸬ࡲࡓ㸪Entelodonᒓࡢୗ㢡 p4ࡣ㏻ᖖ㸪㏆㐲ᚰ᪉ྥ࡟ఙࡧ࡚㢋
⯉᪉ྥ࡟ⷧ࠸ᙧែࢆࡋ࡚࠸ࡿࡀ㸪Entelodon trofimoviࡢ၏୍ࡢୗ㢡 p4ࡢᶆᮏࡣ㸪KUPRIZ 141ࡢୖ㢡 P4࡟㢮ఝࡋࡓ㸪㏆㐲
ᚰ᪉ྥ࡟▷ࡃ㸪㢋⯉᪉ྥ࡟ࡩࡃࢀࡓ㸪୕ゅᙧࡢညྜ㠃ほࢆࡋ࡚࠸ࡿ㸬ୖグࡢ Entelodon ᒓࡢ≉␗࡞ᙧែࡣ㸪ᒓෆ࡛ࡑࡢ✀
ࢆ௚ࡢ✀࡜༊ูࡍࡿ≉ᚩ(diagnosis)ࡢ୍ࡘ࡜࡞ࡗ࡚࠸ࡿ㸬ࡋࡓࡀࡗ࡚㸪௒ᅇ᳨ウࡋࡓ㟋㛗㢮◊✲ᡤࡢ⌧⏕ࢽ࣍ࣥࢱࢾ࢟ᶆ









௒ᅇࡣ 2009ᖺ 5᭶ 5᪥⏕ࡢࢽ࣍ࣥࢨࣝ(ƃ)ࡢ࢔࢟ࣞࢫ⭝ࠊည➽⭝⭷࠾ࡼࡧഃ㢌➽⭝ࢆ᥇ྲྀࡋࠊ1੐ࡢ⤌⧊ࢆ࣐࢖ࢼࢫ 80Υ
࡛ಖᏑࠊ1੐ࡢ⤌⧊ࢆ࣐࣍ࣝࣜࣥ࡟࡚ᅛᐃࡋࡓࠋࡲࡓࠊṧࡾࡢ⤌⧊࠿ࡽ⭝⣽⬊ࢆ༢㞳ࡋ࡚ T25ࣇࣛࢫࢥ࡟࡚ᇵ㣴ࡋࡓࠋ 
B-4㔝⏕ࢽ࣍ࣥࢨࣝ⤯⁛༴᝹Ꮩ❧ಶయ⩌ࡢMHC㑇ఏᏊࡢゎᯒ 

















































Zhang Y, Kono RT, Wang W, Harrison T, Takai M, Ciochon RL, Jin C (in press) Evolutionary trend in dental size in 
Gigantopithecus blacki revisited. JHE. 
B-81ḟどぬ㔝ࢆࣂ࢖ࣃࢫࡍࡿ㢌㡬㐃ྜ㔝࡬ࡢどぬධຊࡢゎ᫂ 
୰ᮧᾈᖾ(ᒱ㜧኱࣭㝔࣭་) ᡤෆᑐᛂ⪅㸸⬥⏣┿Ύ 





ࣅ࢜ࢳࣥ໬ࢹ࢟ࢫࢺࣛࣥ࢔࣑ࣥࢆ㝈ᒁὀධࡍࡿ࡜ྠࠊ ഃࡢ koniocellular layer࡟㏫⾜ᛶ࡟ᶆ㆑ࡉࢀࡓ⚄⤒⣽⬊ࡀぢฟࡉࢀࡓࠋ
































ᙳ࡟ࡼࡿࢹ࣮ࢱࢆ⏝࠸ࡿࠋࡇࢀࡲ࡛ࡣ 250✀ࢆ㉸࠼ࡿᶆᮏࡢ CT᧜ᙳࢆ⾜ࡗࡓࠋࡇࡢࢹ࣮ࢱࢆ⏝࠸࡚⌧ᅾ 3ḟඖᵓ⠏ࡢస







































ࢺࡢ T1r3ࡣࠊ࠸ࡎࢀࡶࣄࢺ T1r3࡜ྠᵝࠊ༢⊂࡛ࡣ⣽⬊⭷࡟⛣ື࡛ࡁ࡞࠸ࡇ࡜ࡀ᫂ࡽ࠿࡟࡞ࡗࡓࠋࡲࡓࠊࡇࢀࡽࡢ T1r3
ࡣࣄࢺ T1r2࡜ඹᏑࡉࡏࡓሙྜࡣ⭷⛣⾜࡛ࡁࡿࡇ࡜ࡀ♧ࡉࢀࡓࠋࡼࡗ࡚ࠊ㟋㛗㢮ࡢ T1r3ࡢ⭷⛣⾜ᶵᗎࡣࠊ⏑࿡ឤཷᛶࡢ㐍
໬࡜ࡣ㛵ಀᛶࡀప࠸ࡇ࡜ࡀ♧၀ࡉࢀࡓࠋ 
B-14 Feeding ecology and fecal DNA analysis of wild rhesus macaques in a disturbed habitat of Southern China 
Zhang Peng, Wu Chengfeng, Xia Xunxiang(Sun Yat-sen University) ᡤෆᑐᛂ⪅㸸௒஭ၨ㞝 
From September 1st to 20th, I visited Japan and had cooperative researches with Dr. Imai Hiroo, my counterpart at Primate 
Research Institute of Kyoto University. During my stay at Dr. Imai's lab, I learned the basic techniques to extract DNA from feces 
and amplify bar-cording regions (mtDNA) by PCR, and to estimate ratio of plant species taken by rhesus macaques in Hainan 
Province of China. As the results, I improved my method on DNA analysis and successfully extracted genomic DNA from feces 
samples of wild rhesus macaques. We also tested possible method to determine kin relationship of the study group using 
microsatellite markers from DNA from feces and fur samplings. I published one book in Chinese and two papers based on the 
funding supports. From August 11-17 of 2014, I attended the 25th congress of the International Primatological Society at Vietnam 
and the Bogor Symposium for Asian Primate Research in Indonesia. From 28 June-3 July, 2014, we Invited Prof. Michael A Huffman 
to visit my primate lab of Sun Yat-sen university, China. 
B-15୍༸ᛶከᏊࢽ࣍ࣥࢨࣝࡢస〇ヨ㦂 










࿴⏣୍㞝(NPO ࣉࣛ࢖࣓࢖ࢺ࣭࢔ࢦࣛ ࣂ࢖࣓࢜ࢹ࢕࢝ࣝ◊✲ᡤ)  ᡤෆᑐᛂ⪅㸸㎷኱࿴ 
 ➨୍ࡢ┠ⓗ࡛࠶ࡿᶓ‮ᕝὶᇦࡢ⩌ࢀᩘ࡟ࡘ࠸࡚࡛࠶ࡿࡀࠊ௒ᅇࡢㄪᰝ࡛ࡣࠊ᭱ୗὶᇦ࡟㣵௜ࡅࡉࢀࡓ A2⩌࡜᭱ୖὶᇦ
ࡢ C⩌ࡀⓎぢࡉࢀࡓࠋ1960-70ᖺ௦࡟ࡣୗὶ࠿ࡽୖὶ࡟ྥࡅ࡚ A࣭B࣭C ࡢ 3 ⩌ࡀ࠸ࡓࠋB⩌ࡣ 1967ᖺ࡟ B1࣭B2⩌࡟ศ
⿣ࡋࠊB1⩌ࡣ 1971ᖺ࡟↝㢠ᒣࢆ㉺࠼࡚㞧㨶ᕝ࡟⛣ືࡋ࡚ B2⩌ࡀṧࡗࡓࠋ1963ᖺ࡟㣵௜ࡅࡉࢀࡓ A⩌ࡣ 1979ᖺ࡟ A1࣭
A2⩌࡟ศ⿣ࡋ࡚ࠊA2⩌ࡣ A1࡜ B2ࡢ㛫࡟㐟ືᇦࢆᙧᡂࡋࡓࠋ࿴⏣ࡣ 1990ᖺ௦ึᮇࡲ࡛ㄪᰝࢆࡋࡓࡀࡑࢀ௨㝆ࠊ◊✲ࡣ⾜
ࢃࢀ࡞࠿ࡗࡓࠋ 
 ௒ᅇࠊᶓ‮ᕝୗὶᇦࡢࣜࣥࢦᅬࢆ⊷ᐖ࡟㛵ࡋ࡚⪺ࡁ㎸ࡳࢆ⾜ࡗࡓࡀࠊࣜࣥࢦᅬࡣ 1980 ᖺ௦ᚋ༙࡟ ⊷ᐖࢆཷࡅࠊ1995





















B-18 Molecular characterization of HERV-Y family in primates 
Kim Heui-SooࠊEo JungwooࠊHee-Eun Lee(Pusan National Univerisity)  
ᡤෆᑐᛂ⪅㸸௒஭ၨ㞝 
Endogenous retroviruses (ERVs) inserted into the genome early in primate evolution. Human ERVs (HERVs) occupy about 8% of 
the human genome. In this study, we identified novel HERV-Y elements among 31 families. The full-length HERV-Y is located on 
chr8 and chr13 (HERV-Y101, -Y102, and -Y103; Table 1), and clustered with HERV-I,-T,-E, and –R in the pol-based phylogenetic 
relationship. HERV-Y pol were ubiquitously transcribed in human tissues, and also highly expressed in rhesus monkey. In addition, 
we observed high expression patterns in tissues from African green moneky and cotton-top tamarin, suggesting biologically 








ㄪ࡭ࡿࡓࡵࠊ့ங㢮ᇵ㣴⣽⬊⣔ࢆ⏝࠸ࡓ Ca࢖࣓࣮ࢪࣥࢢゎᯒࢆ⾜ࡗࡓࠋࢽ࣍ࣥࢨࣝ OPN5 cDNAࢆᙉไⓎ⌧ࡉࡏࡓᇵ㣴
⣽⬊࡟ 11ࢩࢫᆺࣞࢳࢼ࣮ࣝࢆῧຍࡋࡓᚋࠊ㏆⣸እගࣃࣝࢫ(387 nm)ࢆ↷ᑕࡋࡓ࡜ࡇࢁࠊ⣽⬊ෆ Ca++⃰ᗘࡢ୍㐣ⓗ࡞ୖ᪼
ࡀほᐹࡉࢀࡓࠋࡇࡢࢽ࣍ࣥࢨࣝ OPN5 cDNAࡣࠊ㏆⣸እගཷᐜయࢆࢥ࣮ࢻࡍࡿ࡜⪃࠼ࡽࢀࡿࠋ 
B-20 Genetic diversity of long-tailed macaque Macaca fascicularis and rhesus macaque M. mulatta: mainly focus on their 
hybridization range 
Srichan Bunlungsup, Suchinda Malaivijitnond (Chulalongkorn University) ᡤෆᑐᛂ㞝⪅㸸௒஭ၨ㞝 
To determine the hybridization between M. f. fascicularis and M. f. aurea, blood and fecal samples of these two subspecies and the 
hybrid throughout Thailand and Myanmar in total 16 populations were collected. The species and subspecies of monkeys were first 
identified in regard to their morphological characteristics. HVSI on D-loop region was amplified to trace the genetic structure in 
macaque populations. SRY and TSPY genes were analyzed to trace the migration pattern. Then, mtDNA and Y-chromosome trees 
were constructed with 1000 bootstraps using Neighbor joining method. From our result, we proposed two hypothesized about their 
migration routes. Firstly, aurea population migrated southward along the Mergui Archipelago towards the southwestern Thailand, 
probably during the glacial period. After that, some of them may migrate north eastward across the low altitude of Tanasserim Hills 
towards mainland Thailand and islands on Thai Gulf respectively. 
B-21㟋㛗㢮ᚋ⫥㦵᱁ࡢྍືᛶ   












































Fissura orbitalis superior(FOS)ࡣࠊHomo ࡛ࡣ Canalis opticus(CO)ࡢఱಸࡶࡢ኱ࡁࡉࡀ᭷ࡾࠊࠕࡃࡢᏐᆺ ࡟ࠖᒅ᭤ࡋ࡚࠸ࡿࠋ
ࡋ࠿ࡋ Pongo, Pan, Gorilla ࡛ࡣࠊFOS ࡢᶓ᩿㠃ᙧ≧ࡣ Fissura ࡜ゝ࠺ࡼࡾࡶࠊࡴࡋࢁṍࢇࡔ෇ᙧࡶࡋࡃࡣᅄゅᙧ࡟㏆࠸≧
ែ࡛࠶ࡾࠊHomo ࡜ࡣ኱࠸࡟␗࡞ࡿࠋ  Fissura orbitalis inferior (FOI)ࡣࠊHomo ࡛ࡣ Orbita ࡢእഃୗ᪉࡟᭱኱ཱྀᚄࢆᣢࡘ
኱ᆺỈ⁲≧ࡢ᩿㠃ᙧ≧࡟ࡼࡗ࡚ഃ㢌❐࣭ഃ㢌ୗ❐࡟㛤ཱྀࡋࠊࡑࡢ᩿㠃✚ࡣಶேᕪࡀ኱ࡁ࠸ࡶࡢࡢࠊᑡ࡞ࡃ࡜ࡶ FOS ࡜ྠ
➼࠿ࠊ᭦࡟ࡑࢀࢆୖᅇࡿࠋࡇࡢࡼ࠺࡟┦ᑐⓗ࡟኱ᆺࡢ FOI ࢆᣢࡘࡢࡣࠊ⌧⏕ Catarrhini ࡛ࡣ Homo ࡔࡅ࡛࠶ࡾࠊࡑࢀ࡟
‽ࡎࡿࡢࡀ Hylobates࡛࠶ࡿࠋ ࡑࢀ࡟཯ࡋ࡚ࠊPapio, Mandrillus➼࡛ࡣࠊFOIࡣ㠀ᖖ࡟⊃ࡃᑠࡉࡃ࡚ࠊ1ࠥ2 mm⛬ᗘࡢ⣽











2015ᖺ 9᭶࠿ࡽ 11᭶࡟࠿ࡅ࡚ࠊᒱ㜧┴᰿ᑿᕝࠊᥬᩫᕝὶᇦ࡜⚟஭┴஑㢌❳ᕝ※ὶࡢ㞼ᕝὶᇦ࡛ DNAヨᩱࡢ⣅ࢆ᥇㞟
ࡋࡓࠋࡇࡢᆅᇦࡣࢧࣝࡢ⏕ᜥ᝟ሗࡀᑡ࡞ࡃࠊ㐣ཤ࡟㑇ఏᏊㄪᰝࡀ⾜ࢃࢀ࡚࠸࡞࠸ᆅᇦ࡛࠶ࡿࠋศᯒࡢ⤖ᯝࠊ࣑ࢺࢥࣥࢻࣜ
࢔ DNA ㄪ⠇㡿ᇦ(mtDNA-CR)(1015 ሷᇶᑐ)࠿ࡽࠊA ࢱ࢖ࣉ(ᥬᩫᕝୖὶ)ࠊB ࢱ࢖ࣉ(᰿ᑿᕝୖὶ)ࠊC ࢱ࢖ࣉ(ᥬᩫᕝୖὶࠊ
᰿ᑿᕝୖὶࠊ㞼ᕝ)ࠊDࢱ࢖ࣉ(ᥬᩫᕝ୰ὶࠊᥬᩫᕝᨭὶᆏෆᕝ)ࡢᅄࡘࡢࣁࣉࣟࢱ࢖ࣉࢆ᳨ฟࡋࡓࠋ4ࢱ࢖ࣉࡢ➨஧ྍኚᇦ


































࡜ࡇࢁ Sarcina ventriculi ࡜᥎ᐃࡉࢀࡓࠋᮏ⳦ࡢ೺ᖖே࠿ࡽࡢศ㞳౛࡛ࡣࠊᴫࡡཝᐦ࡞⳯㣗୺⩏⪅࠿ࡽ࡜࠸࠺ሗ࿌ࡀ࠶ࡾ
(Crowther, 1971 J Med Microbiol 4, 343-350)㣗஦࡜ࡢ㛵㐃ࡀᙉ࠸⣽⳦࡜⪃࠼ࡽࢀࡿࠋࡇࡢࢢ࣮ࣝࣉࡣࠊ⌧≧࡛ࡣࠊศ㢮Ꮫⓗ
࡞ΰ஘ࡶぢࡽࢀࡿࡇ࡜࠿ࡽࠊ⭠⟶࡟࠾ࡅࡿ⏕⌮࡟ࡘ࠸࡚ࡢ◊✲ࡣ༑ศ࡞ࡉࢀ࡚࠸࡞࠸ࠋࡇࡢ௚ࠊ⧄⥔ศゎᛶ Bacteroides 











 ࡲࡓࠊ㣵(ࢥ࣒ࢠ)⋓ᚓ㔞ㄪᰝ࡟ࡘ࠸࡚ࡣࠊᖾᓥ࡛ࡣࡇࢀࡲ࡛ࡢࢹ࣮ࢱ࡟௒ᖺᗘ 11 ᭶࡟཰㞟ࡋࡓ 2 ಶయศࡢࢹ࣮ࢱࢆ㏣
ຍࡋ࡚ࠊୖ఩ୗ఩ 3ಶయࡎࡘࡢࢹ࣮ࢱ࡜࡞ࡾࠊ㧗ᓮᒣ࡛ 2005㹼2008ᖺࡢ㛫࡟཰㞟ࡋࡓୖ఩ୗ఩ 8ಶయࡎࡘࡢࢹ࣮ࢱ࡜ẚ



























































































  ձtotal RNA࠿ࡽ mRNAศ㞳 
  ղmRNAࡢࣇࣛࢢ࣓ࣥࢸ࣮ࢩࣙࣥ 
  ճ୍ᮏ㙐 cDNAࡢྜᡂ 
  մ஧ᮏ㙐 cDNAࡢྜᡂ 
  յࣇࣛࢢ࣓ࣥࢺ࢚ࣥࢻࡢಟ᚟ 
  ն3’ᮎ➃ࡢ࢔ࢹࢽࣝ໬ 
  շ୧ᮎ➃࡟࢔ࢲࣉࢱ࣮ࢆࣛ࢖ࢤ࣮ࢩࣙࣥ 
  ո⢭〇 
  չPCRቑᖜ 
  պࣛ࢖ࣈ࣮ࣛࣜࡢ᳨ド 
  ջࣛ࢖ࣈ࣮ࣛࣜࡢࣉ࣮ࣜࣥࢢ 
3㸬ࢩ࣮ࢣࣥࢩࣥࢢ 
  ձࢡࣛࢫࢱࡢࢪ࢙ࢿ࣮ࣞࢩࣙࣥ(Illumina 㹡Bot) 
  ղࣛࣥ(Illumina HiSeq2000ࠊ101×2(࣌࢔࢚ࣥࢻ)) 
4㸬ࢹ࣮ࢱࣇ࢕ࣝࢱࣜࣥࢢ 
  ձ࣮ࣟࢹ࣮ࢱ⏕⏘ 
  ղFastq ࣇ࢓࢖ࣝ〇స(CASAVA฼⏝ demultiplexingࠊQV್ࡢせ⣙) 
 
࠙㐍ᤖࠚࢽ࣍ࣥࢨࣝ 2㢌ࡢ᤼༸┤๓࡜┤ᚋࡢ estradiol㸭progesterone ࣆ࣮ࢡ᫬ࡢ⾑ᾮヨᩱ࠿ࡽᢳฟࡋࡓ RNA ࡢ NGSゎᯒ







ࢶࢿࢨࣝࡢࢤࣀ࣒ DNA࠿ࡽ᪨࿡ཷᐜయ㑇ఏᏊ Tas1r1࠾ࡼࡧ Tas1r3ࡢࢥ࣮ࢻ㡿ᇦࢆࢤࣀ࣒ PCRἲ࡟ࡼࡾྲྀᚓࡋࡓࠋ⥆࠸














































































































 ಶయᩘቑຍഴྥ࡟࠶ࡗࡓୗ໭༙ᓥ༡す㒊ࡢ A87⩌ࡣ 2012ᖺ࡟ 83㢌࡟ቑຍࡋࠊ2013ᖺ 4᭶࡟ 43㢌(87A⩌)࡜ 22㢌(87B











gram-positive anaerobic coci(GPAC)࡛࠶ࡗࡓࠋ≉࡟ GPAC ࡣࡇࢀࡽࡢ⳦✀ࡢ୰࡛᭱ࡶ㧗࠸ศ㞳⳦ᩘࢆ♧ࡋࡓࠋࣄࢺࡢ⭼ෆ
࡛ࡢ᭱ඃໃ⳦✀࡛࠶ࡿ lactobacilliࡣࠊศ㞳⳦ᩘ࠾ࡼࡧศ㞳㢖ᗘࡣࡑࢀࡒࢀ 104.1 (CFU/vagina) ࠾ࡼࡧ 40%࡜୰➼ᗘࡢ್࡛
࠶ࡗࡓࠋ௒ᅇࡢࡇࢀࡽࡢᡂ⦼ࡣࡇࢀࡲ࡛࡟᳨ウࡋࡓ⤖ᯝ࡜኱ࡁ࡞㐪࠸ࡣ࡞ࡃ࡯ࡰྠᵝࡢഴྥࢆ♧ࡋ࡚࠸ࡓࠋ௨ୖࡢᡂ⦼















་⸆ᇶ┙◊✲ᡤࠊ㟋㛗㢮་⛉Ꮫ◊✲ࢭࣥࢱ࣮ࡢ࢝ࢽࢡ࢖ࢨࣝ 6ಶయ࡟ࡘ࠸࡚ TLR9ࡢࢥ࣮ࢻ㡿ᇦ 3096bpࡢሷᇶ㓄ิࢆゎ
ㄞࡋࠊ࢔࢝ࢤࢨࣝ࡜ࢽ࣍ࣥࢨࣝࡀᴟࡵ࡚㏆⦕࡛࠶ࡿࡇ࡜᫂ࡽ࠿࡟ࡋ࡚࠸ࡓࠋࡇࡢࡓࡧ㟋㛗◊ࡢ࢔࢝ࢤࢨࣝ࡜ࢽ࣍ࣥࢨࣝ
ࡢ⦾Ṫ㞟ᅋࡑࢀࡒࢀ 1 㞟ᅋ(࿘⩌ 18 ಶయࠊ㧗὾⩌ 17 ಶయ)࡟ࡘ࠸࡚ྠᵝ࡟ゎᯒࡋࡓࠋ࠸ࡎࢀࡢ⩌ࡶ GenBank ࡟
NM_001130431 ࡜ࡋ࡚Ⓩ㘓ࡉࢀ࡚࠸ࡿ㓄ิ࡟୍⮴ࡍࡿ࢔ࣞࣝࡀ᭱㢖࡛࠶ࡗࡓ(࿘⩌ 50.0%ࠊ㧗὾⩌ 58.8%ಶయ)ࠋࢽ࣍ࣥࢨ










ࢀ࡚࠸ࡿࢽ࣍ࣥࢨࣝࡢ㦵᱁ᶆᮏࢆࡶࡕ࠸࡚ࠊ௒ᖺᗘࡣࠊ6ಶయࡢ∦ഃࡢ➨ 1㹼5୰ᡭ㦵࠾ࡼࡧ➨ 1㹼5୰㊊㦵ࢆ་⒪⏝ CT
࡛᧜ീࡋࡓࠋ᫖ᖺᗘ࡟ᚓࡓࢹ࣮ࢱ࡜࠶ࢃࡏࡿ࡜ࠊ20ಶయศࡢ㦵࡟ࡘ࠸࡚࣮ࣞࢨ࣮ࢫ࢟ࣕࢼ࣮࡛㦵⾲㠃ࡢ 3ḟඖ᝟ሗࢆྲྀ












グ㘓ࡍࡿࡓࡵࡢ᪉ἲㄽࢆ☜❧ࡋࡓ(Itoh et al., submitted)ືࠋ ≀ࡣࢳ࢙࢔ࢆ⏝࠸࡚ᚲせ᭱ప㝈ࡢಖᐃࢆࡋࡓࡇ࡜࡜㢌㒊ࢆ๋ẟ
ࡋࡓ௨እࡣࣄࢺ࡜ྠᵝࡢ᪉ἲ࡛ࠊ᭱኱ 19ࢳࣕࣥࢿࣝࡢ⬻Ἴグ㘓ࢆ⾜ࡗࡓࠋ⣧㡢่⃭࡟ᑐࡍࡿ⫈ぬ EPࡢᚋᮇᡂศࢆグ㘓
ࡋࠊmP1, mN1, mP2, mN2, mSPࡢྛᡂศࢆୡ⏺࡛ึࡵ࡚ྠᐃ࣭࿨ྡࡋࡓࠋࡇࢀࡽࡣࠊࣄࢺࡢ⫈ぬ EPࡢᚋᮇᡂศ࡛࠶ࡿ P1, 
N1, P2, N2, SP࡟ࡑࢀࡒࢀᑐᛂࡍࡿྍ⬟ᛶࡀ࠶ࡿࡀࠊ₯᫬ࡀ඲యⓗ࡟▷࠸ࡇ࡜ࡸࠊmP1࡜ mN2ࡀ኱ࡁ࠸ࡇ࡜࡞࡝ࠊࣄࢺ࡜
ࡢ┦㐪Ⅼࡶㄆࡵࡽࢀࡓࠋ௒ᚋᵝࠎ࡞⫈ぬ่⃭࡟ᑐࡍࡿ⬻ᛂ⟅ࢆㄪ࡭ࡿ࡟࠶ࡓࡾࠊࡑࡢᇶ♏࡜࡞ࡿᇶ┙ⓗ࡞▱ぢ࡛࠶ࡿࠋ 
B-49㟋㛗㢮࡟࠾ࡅࡿ⚄⤒ᰤ㣴ᅉᏊࡢ⢭⚄ᶵ⬟Ⓨ㐩࡟୚࠼ࡿᙳ㡪 















































E. nuttalliࠊE. chattoniࠊ኱⭠࢔࣓࣮ࣂ(E. coli)ࠊE. moshkovskii࡟ࡘ࠸࡚ࠊPCRἲ࡟ࡼࡿ᳨ฟࢆヨࡳࡓࠋࡑࡢ⤖ᯝࠊE. chattoni
ࡀ 8᳨య඲࡚(100㸣)࠿ࡽࠊ኱⭠࢔࣓࣮ࣂࡀ 4᳨య(50㸣)࡟࠾࠸࡚㝧ᛶ࡛࠶ࡗࡓࠋࡲࡓࠊE. nuttalliࡀ 1᳨య(12.5㸣)ࡢࡳ㝧
ᛶ࡛࠶ࡗࡓࠋ㉥⑩࢔࣓࣮ࣂࠊE. disparࠊE. moshkovskiiࡣ᳨ฟࡉࢀ࡞࠿ࡗࡓࠋࡇࢀࡲ࡛ࡢ௚ᆅᇦ࡟࠾ࡅࡿㄪᰝ࡛ࡶࠊE. chattoni
ឤᰁࡣ㧗⋡࡟ㄆࡵࡽࢀࠊ㉥⑩࢔࣓࣮ࣂࡣ᳨ฟࡉࢀ࡚࠸࡞࠸ࠋ୍᪉࡛ࠊE. disparࠊE. nuttalliࠊ኱⭠࢔࣓࣮ࣂࡢឤᰁࡢ᭷↓࡟

















࡜࡟ࡼࡾࠊࢧࣝ໬࣐࢘ࢫࡢస〇ࢆヨࡳࡓࠋᮏᖺᗘࡣ࢔࢝ࢤࢨࣝ 2㢌ࠊࢽ࣍ࣥࢨࣝ 1㢌ࡢィ 3㢌ࡢ⫾┙ࢆศ୚࠸ࡓࡔ࠸ࡓࠋ
ࡇࢀࡽࡢ⫾┙࠿ࡽ⫾┙⣽⬊ࢆࢥࣛࢤࢼ࣮ࢮࢱ࢖ࣉϨࡢฎ⌮࡟ࡼࡾศ㞳ࡋࡓ࡜ࡇࢁࠊCD34ࡀⓎ⌧ࡋࠊ࠿ࡘ⣽⬊ᐦᗘࡢᑠࡉ















௒ᖺᗘࡣ STLV-1࠾ࡼࡧ HTLV-1ࡀᮎᲈࡢᡂ⇍ T⣽⬊ࢆᶆⓗ࡜ࡍࡿᶵᗎࢆሗ࿌ࡋࡓࠋᮍ⇍࡞ Tࣜࣥࣃ⌫࡛ࡣࡑࡢศ໬࡟
ᚲ㡲࡛࠶ࡿ㌿෗ᅉᏊ TCF-1࡜ LEF-1ࢆ㧗Ⓨ⌧ࡋ࡚࠸ࡿࡀࠊࡇࢀࡽࡣ࢘࢖ࣝࢫࡢ」〇࡟ᚲせ࡞࢘࢖ࣝࢫ⺮ⓑ Taxࡢᶵ⬟ࢆ




B-56 Developing a model of cold-stressed primate thermoregulation from Japanese macaques (Macaca fuscata) 
Cynthia Thompson (Grand Valley State University)ࠊChris Vinyard(Northeast Ohio Medical University)ࠊSusan Williams(Ohio 
University) ᡤෆᑐᛂ⪅㸸༙㇂࿃㑻 
This project had a successful first year.  In December 2014, animals were captured and implanted with temperature loggers.  
During our data collection trip from December 10-23, 2014 we successfully obtained 331.25 hours of focal animal behavioral 
observation, 274 infrared images, 79 fecal samples (to measure hormones), and continuous weather station data.  Our preliminary 
data indicate that Japanese macaques utilize behavioral thermoregulation during the winter.  There is a significant trend for animals 
to use heat conserving postures (e.g. curled with limbs on body and ventrum covered) when ambient temperatures are lower (JT=4.26, 
P<0.001).  Similarly, animals use heat conserving postures when solar radiation in lower (JT=2.06, P<0.039).  However, wind 
speed and rain did not significantly impact posture.  During this winter sample, animals also positioned themselves in sunny over 
shady locations during times with higher solar radiation (F=53.6, P<0.001).  Likewise, sunbathing sessions with the ventrum 
exposed occurred during times of higher solar radiation (x ࡄ=345.3 W/m2) than sun exposure to the dorsum or lateral areas (x ࡄ=287.7 
W/m2), although this difference did not reach statistical significance.  Analyses of thyroid hormone levels and infrared images have 








ᶵ⬟႙ኻᆺኚ␗ࡀ 62ࡢ㑇ఏᏊ࡛ྠᐃࡉࢀࡓࠋࡑࡢ୰࡟ࡣࠊὀពḞ㝗࣭ ከືᛶ㞀ᐖ(ADHD)࡬ࡢ㛵୚ࡀゝࢃࢀ࡚࠸ࡿ DRD4ࠊ
⤫ྜኻㄪ⑕࡬ࡢ㛵୚ࡀ♧၀ࡉࢀ࡚࠸ࡿ DISC1 ࡞࡝ࡢ㑇ఏᏊ࡟ᶵ⬟႙ኻᆺኚ␗ࢆᣢࡘಶయࢆ」ᩘಶయྠᐃࡋࡓࠋࡲࡓࠊ࣐
࣮ࣔࢭࢵࢺ࡟࠾࠸࡚ࡶẼศ㞀ᐖ㛵㐃㑇ఏᏊࡢ AVPR1B(Vasopressin receptor)ࡸࣁࣥࢳࣥࢺࣥ⑓㛵㐃㑇ఏᏊ CASP1(Cysteine 




























 ᮏᖺᗘࡣࠊ࢔࢝ࢤࢨࣝᮎᲈ⾑࠿ࡽ༢᰾⌫ࢆศ㞳ࡋࠊࣄࢺ iPS⣽⬊ㄏᑟᅉᏊ࡛࠶ࡿ Oct3/4ࠊSox2ࠊKlf4ࠊc-Mycࡢ࠸ࢃ











m. cleidomastoid ࡢୗ࠿ࡽ m. omocervicalis ࡢ⾲ᒙࢆ㏻ࡗ࡚ᚋ࡟ྥ࠿࠸ࠊᚋ⦕࡟ἢࡗ࡚ୗ⾜ࡍࡿᯞࢆㄆࡵࡓࠋࡑࡢᯞࡣ m. 











B-62 Genomic Evolution of Sulawesi Macaques 
Bambang Suryobroto (Bogor Agricultural University) ᡤෆᑐᛂ⪅㸸௒஭ၨ㞝 
Sulawesi macaques are exceptional as the seven species evolved allopatrically in an island that is less than 5% of the whole 
coverage area of the genus Macaca. The island itself is part of the zoogeographical realm called Wallacea which is highly endemic. 
There are three issues regarding the evolution of Sulawesi macaques. The first is taxonomic status, the second phylogenetic 
relationship, and the third hybrid population problem. Recent development in DNA technology (next generation sequencing, NGS) 
leads to the ability to read the whole genome of an individual. This immense genomic data provide an opportunity to find the most 
taxonomically informative loci to base the phylogenetic hypotheses and also to observe the gene dynamics of hybrid population. Dr. 
Yohei Terai (Soken-dai) and I took fecal samples of M. maurus, M. nigra, M. hecki, and M. tonkeana from the island and in Japan we 
made library for the whole genomic sequencing. We used exome approach so the NGS libraries were hybridized to exon capture 
sequence. Quality of the exomic library is quite good, for instance, for one sample of M. nigra we got molecules from 278bp to 
1300bp with average 561bp and their concentration was 31.5ng/ul. We performed NGS using Illumina Myseq machine to determine 
300bp reads from both ends and we could get 75,339,456 sequences. We mapped the sequences to reference genome which is the 
genome of M. mulatta. The analysis is now on going. 
 
B-63 Variation of Gene Encoding Receptor of PTC bitter taste compound in Leaf-eating Monkeys 
Laurentia Henrieta Permita Sari (Bogor Agricultural University) ᡤෆᑐᛂ⪅㸸௒஭ၨ㞝 
 T2R38  is one of T2R multigene families that encode receptor to recognize bitter from PTC compound. In primates, T2R38 had 
been identified in human, chimpanzee, Japanese macaques and exhibit intra-species polymorphism. Polymorphism in this gene lead 
to different behavioural response of individual. Taster individual show aversion to bitterness from PTC, in contrast to tolerant in 
non-taster individuals.  
 Leaf-eating monkeys (Subfamily Colobines) are unique among primates because their diet mostly consisted of leaves that 
perceptually tasted bitter to human. Based on  behavioral experiment, Chiarelli (1963) found that five individuals of three species of 
Colobines have non-taster phenotype. Thus, we conducted preliminary behavioral experiments of PTC-tasting on leaf-eating 
monkeys kept in Ragunan Zoo. The result indicated that nine individuals of genus Trachypithecus, Presbytis and Nasalis were all 
non-tasters.  
Genomic DNA of leaf-eating monkey was obtained from fecal samples. After DNA extraction, T2R38 gene region was specifically 
amplified using standard PCR reaction. The result showed that there are some polymorphisms in the T2R38 genes of  T.  auratus 
and T. cristatus. To know whether the T2R38 receptor of leaf-eating monkeys is functional or not, we are trying to conduct functional 








































ࣥࢧ࣮࣓࢝ࣛࢆ⏝࠸ࡓࢽ࣍ࣥࢨࣝࡢὝ❍฼⏝ࡢᐇែゎ᫂ࢆ㐍ࡵ࡚࠸ࡿࠋ1. ✚㞷ᮇ(2013ᖺ 12᭶-2014ᖺ 4᭶)࡟ࢧࣝ✰(ࢽ
࣍ࣥࢨࣝࡀ 2010ᖺᗘ෤Ꮨ௨᮶ࠊ⥅⥆฼⏝ࡋ࡚࠸ࡿὝ❍)ࡢὝཱྀ࡜Ὕෆ࡟ࢭࣥࢧ࣮࣓࢝ࣛࢆタ⨨ࡋࡓ(2013ᖺᗘ◊✲ᡂᯝࡢ
ᮍሗ࿌ศ)ࠋ 



























ㄆ࡛ࡁ࡞࠿ࡗࡓࠋ౑⏝ࡋࡓࢳࣥࣃࣥࢪ࣮iPS⣽⬊ࡀ naïve state࡟࠶ࡿ࡜⪃࠼ࡽࢀࠊprimed state࡟࠶ࡿࣄࢺ iPS⣽⬊࡟᭱㐺













࠿ࡽ FVࡀศ㞳࡛ࡁࡓࠋࡇࡢ࢘࢖ࣝࢫࢆ SFVjm Yaku-1, 2, 4, 5, 6ᰴ࡜࿨ྡࡋࡓࠋSFVjm Yaku-4ᰴࢆᢠཎ࡟⏝࠸࡚Western 













































࣑ࢺࢥࣥࢻࣜ࢔ DNA (mtDNA)ࡢ D-loop➨ 1ྍኚᇦࡢሷᇶ㓄ิࡢศᯒࠊ࢜ࢫ 31ಶయ࡟ࡘ࠸࡚ Y-STR᳨ᰝࢆ⾜ࡗࡓࠋ 
࣓ࢫࡢ D-loop➨ 1ྍኚᇦ࡟ࡘ࠸࡚ࡣࠊ௒ᖺᗘ᪂ࡓ࡟ 4ࡘࡢࣁࣉࣟࢱ࢖ࣉࡀ᳨ฟࡉࢀࠊடᒣᕷ࿘㎶ࢆቃ࡟ࡋࡓ኱ࡁࡃ༡





























㧗ࡃ㸪≉࡟➨ 1⹸ᵝ➽ࡢ%STࡣ 46.2㸣࡜㊊➽ࡢ୰࡛ࡣ᭱ࡶ㧗࠸್ࢆ♧ࡋࡓ㸬➽㔜㔞ࡣ 0.03g࡜ⴭࡋࡃᑠࡉࡃ㸪ࡲࡓᐃ㔞ⓗ
࡞ゎᯒࢆࡋ࡚࠸࡞࠸ࡀ➽⣳㗽ࡀከࡃほᐹࡉࢀ㸪≉␗࡞ᙧែࢆ♧ࡋࡓࠋᡭ➽࡟ࡘ࠸࡚ࡶྠᵝࡢゎᯒࢆࡍࡍࡵ㸪ᡭ࡜㊊ࡢẚ㍑
ࢆ⾜ࡗ࡚࠸ࡁࡓ࠸ࠋ 























ࣛ࣋ࣝࡋ࡞࠸ࣉࣛ࢖࣐࣮ࢆ 3ࡘΰࡐࡇࢇ࡛ 1ᗘ┠ࡢ PCRࢆ⾜࠸ࠊࡑࡢ⏘≀࠿ࡽಶࠎࡢ࣐࣮࣮࢝ࢆࣛ࣋ࣝࡋࡓࣉࣛ࢖࣐࣮











‽್ࡢ 140mg/dlࢆ㉸࠼ࡓᖹᆒ 158࡛࠶ࡗࡓࡀࠊᢞ୚ 59᪥┠࡟ࡣᖹᆒ 236࡜࡞ࡗࡓࠋ࣍ࣔಶయࡣ 250࡜᭱ࡶ㧗࠿ࡗࡓࠋ࣍
ࣔಶయ࡛ࡣື⬦◳໬ᣦᩘ LDL/HDLࡣ 49᪥┠࡟ 3.25࡟ࡲ࡛࡞ࡗࡓࡀࠊ3.5ࢆ㉸࠼࡞࠿ࡗࡓࠋ49᪥┠௨㝆㣵ࡢᙧ≧ࡀኚ໬
ࡋࡓࡢ࡛㣗࡭ࡿ㔞ࡀῶᑡࡋࡓ࡜ᛮࢃࢀṧᛕ࡞⤖ᯝ࡜࡞ࡗࡓࠋ᫖ᖺࡢ࣊ࢸࣟᆺƃ3㢌ࢆຍ࠼࡚ᖹᆒࡍࡿ࡜ 49᪥┠࡟ LDL್
ࡣṇᖖಶయࡼࡾࡶ࣊ࢸࣟᆺ࡛ࡣ 80mg/dlࠊ࣍ࣔᆺ࡛ࡣ 120mg/dlࡶ㧗ࡃ࡞ࡗࡓࠋື⬦◳໬ᣦᩘ LDL/HDLࡣ࣊ࢸࣟᆺƃ1㢌
ࡀ 5.7࡟ࡲ࡛㐩ࡋࡓࡀࠊHDL್ࡀప࠿ࡗࡓࡓࡵ࡛࠶ࡿࠋࢧࣝ࡟ᙳ㡪ࡀᑡ࡞࠸ࡼ࠺ 0.1%CH㣗ࢆᢞ୚ࡋࡓࡀࠊ࢘ࢧࢠࠊ࣐࢘










࠾ࡼࡧ 17ᡤࡢ SNPࢆྠᐃࡋࡓࠋࡉࡽ࡟ࡇࢀࡽࡢ SNP࡟ࡘ࠸࡚ࠊࣜ࢔ࣝࢱ࢖࣒ PCRࢆ⏝࠸ࡓ SNP᳨ฟࢩࢫࢸ࣒ࡢᵓ⠏ࢆ
ࡵࡊࡋ᳨ウࢆ㐍ࡵࡓࠋ᳨ウᑐ㇟ࡣࢥ࣮ࢹ࢕ࣥࢢ㡿ᇦ࡛㢖ᗘࡢ㧗࠸ 3ࡘࡢ SNP࡜ࣉ࣮ࣟࣔࢱ࣮㡿ᇦ࡛᭱ࡶ㢖ᗘࡢ㧗࠸ 1ࡘ
ࡢ SNP࡛࠶ࡿࠋࣉࣛ࢖࣐࣮ࡣ Custom TaqMan® Assay Design Tool(Applied Biosystems)࡛タィࡋࠊSNPࢱ࢖ࣆࣥࢢࡣ






















⪅ࡣ, ࡇࡢ≉ᚩ࡟╔┠ࡋㄪᰝࢆ⾜ࡗ࡚ࡁࡓࠋ࣐࢝ࢡᒓ࡞࡝ᅄ㊊Ṍ⾜ࢆ⛣ືᵝᘧ࡜ࡍࡿ㟋㛗㢮࡛ࡣ CbmࡀᏑᅾࡋ࡞࠸ࡓࡵ, 
ࡇࡢࡼ࠺࡞Cbmࡢ≉ᚩ࡟ࡣ㟋㛗㢮㛫ࡢ㐠ືᵝᘧࡢኚ໬࡟క࠺⬚㒌࡜⫪⏥㦵ࡢ఩⨨㛵ಀࡢኚ໬ࡀ㛵୚ࡍࡿ࡜⪃࠼࡚࠸ࡿ(⥳
ᕝ, 2012)ࠋ  
ࡑࡇ࡛, ࣄࢺ࡜ྠࡌࡃ⊃㰯ୗ┠࡟ᒓࡋ⭎Ώࡾࢆ⾜࠺ࢳࣥࣃࣥࢪ࣮, ᗈ㰯ୗ┠࡟ᒓࡋ⭎Ώࡾ࡜㢮ఝࡋࡓ⛣ືᵝᘧࢆ࡜ࡿࢡ
ࣔࢨࣝࢆ೉⏝ࡋ⫗║ゎ๗Ꮫⓗ࡟ㄪᰝࢆ⾜ࡗࡓࠋ  
ࡑࡢ⤖ᯝ, ࢳࣥࣃࣥࢪ࣮, ࢡࣔࢨࣝ࡜ࡶ, Th1๓ᯞࡢ⫼ഃࡲࡓࡣ C8,Th1࡛ᵓᡂࡉࢀࡿෆഃ⚄⤒᮰ࡢ⫼ഃࡼࡾศᒱࡋୖ⭎
ᚋ㠃࡟ศᕸࡍࡿ⓶ᯞࡀほᐹࡉࢀࡓࠋࡇࡢ⓶ᯞࡣ, ࣄࢺ Cbm࡜ྠᵝࡢ≉ᚩࢆᣢࡘࡇ࡜࠿ࡽ, ࢳࣥࣃࣥࢪ࣮, ࢡࣔࢨࣝ࡟࠾࠸
࡚ࡶ CbmࡀᏑᅾࡍࡿ࡜࠸࠼ࡿࠋࢡࣔࢨࣝࡣᗈ㰯ୗ┠࡟ᒓࡍࡿࡓࡵ, ⣔⤫ᕪࡀ Cbmࡢฟ⌧࡟㛵୚ࡍࡿせᅉ࡛ࡣ࡞࠸ࡇ࡜ࡀ
ࢃ࠿ࡿࠋ  
ࡑࡇ࡛, CbmࡀᏑᅾࡍࡿࡶࡢ࡟ඹ㏻ࡢ≉ᚩࢆ⪃࠼ࡿ࡜, CbmࡀᏑᅾࡍࡿࡶࡢࡣ⭎Ώࡾ⛣ືࢆ⾜࠸, CbmࡀᏑᅾࡋ࡞࠸ࡶ
ࡢࡣᅄ㊊⛣ືࢆ⾜࠺࡜࠸࠺≉ᚩࡀ࠶ࡆࡽࢀࡿࠋࡇࡢࡇ࡜࠿ࡽ, Cbmࡣ⭎Ώࡾࢆ⾜࠺㟋㛗㢮࡟Ꮡᅾࡍࡿࡇ࡜ࡀ♧၀ࡉࢀࡿࠋ  
௨ୖࡢᡂᯝࡣ, ➨ 31ᅇ᪥ᮏ㟋㛗㢮Ꮫ఍኱఍࡟࡚ሗ࿌ணᐃ࡛࠶ࡿࠋ 
B-84ࢽ࣍ࣥࢨࣝ࡟࠾ࡅࡿୖẊື⬦࡜ศᒱ⚄⤒ࡢ఩⨨㛵ಀ 
ጜᖏ㣕㧗 ((་)࿴఍࣭᪥㧗ࡢ㔛) ᡤෆᑐᛂ⪅㸸ᖹᓮ㗦▮ 
௦⾲◊✲⪅ࡣࣄࢺ࡜ࢽ࣍ࣥࢨࣝࢆ⏝࠸, ୖẊື⬦(SGA)ࡀ௝㦵⚄⤒ྀࢆ㈏ࡃ఩⨨ࡢከᵝᛶࢆㄪᰝࡋ࡚ࡁࡓࠋࣄࢺ࡛ࡣ
SGA㈏㏻఩⨨࡜ศᒱ⚄⤒(FN; ኱⭣⚄⤒, 㛢㙐⚄⤒, ⭜௝㦵⚄⤒ᖿ࡬ࡢᯞ࡟ศᒱ)ࡢ఩⨨㛵ಀࢆᇶ࡟ᩚ⌮ࢆ⾜࠸, SGAࡣ FN
ࢆᇶ‽࡟ 3ࡘࡢ⤒㊰ࢆ㏻ࡿࡇ࡜, ࡲࡓᇶ‽࡜࡞ࡿ FN㉳ጞศ⠇ࡀኚ␗࡟ᐩࡴࡇ࡜࡟ࡼࡾ, SGA㈏㏻఩⨨ࡀከᵝ໬ࡍࡿࡇ࡜
ࡀ᫂ࡽ࠿࡜࡞ࡗࡓ(ጜᖏ௚, 2013)ࠋࡑࡇ࡛௒ᅇࢽ࣍ࣥࢨࣝ 7య 14ഃࢆᑐ㇟࡟, SGA࡜ FNࡢ఩⨨㛵ಀࢆヲ⣽࡟ほᐹࡋࡓࠋ 
ࢽ࣍ࣥࢨࣝ SGAࡣ, TypeA) FN㉳ጞศ⠇࠿ࡽ 2ศ⠇ᑿഃࡢ⚄⤒᰿ࢆ㈏ࡃ౛; 8ഃ, TypeB) 2ศ⠇ᑿഃࡢ⚄⤒᰿ୗ⦕ࢆ㏻ࡿ
౛; 2ഃ, TypeC) 3ศ⠇ᑿഃࡢ⚄⤒᰿ࢆ㈏ࡃ౛; 4ഃࡢ 3㏻ࡾࡀほᐹࡉࢀࡓࠋࡲࡓ FN㉳ጞศ⠇ࡣኚ␗࡟ᐩࡳ, FNࡢ㢌ᑿഃ࡬
ࡢࢬࣞ࡟క࠺ SGA㈏㏻఩⨨ࡢ㢌ᑿഃ࡬ࡢࢬࣞࡶほᐹࡉࢀࡓࠋ 
ࢽ࣍ࣥࢨࣝ SGAࡣ FNࢆᇶ‽࡟ 3ࡘࡢ⤒㊰ࢆ㏻ࡾ, FN㉳ጞศ⠇ࡢኚ␗࡟క࠸ከᵝ໬ࡋ࡚࠸ࡓࠋࡼࡗ࡚ SGA㈏㏻఩⨨ࡢ
ከᵝᛶ࡟ࡘ࠸࡚, FN࡜ࡢ఩⨨㛵ಀࢆᇶ࡟ࣄࢺ࡜ྠᵝ࡟⌮ゎ࣭ᩚ⌮࡛ࡁࡿྍ⬟ᛶࡀ࠶ࡿࠋ 
B-87࣐ࢲ࢞ࢫ࢝ࣝ⏘⛥ᑡཎ⊷㢮ࡢ㑇ఏᏊุᐃ࡟ࡼࡿ⾑⤫⟶⌮ἲࡢ☜❧ 
᐀㏆ຌ (୍⯡㈈ᅋἲே 㐍໬⏕≀Ꮫ◊✲ᡤ) ᡤෆᑐᛂ⪅㸸⏣୰ὒஅ 
ᅜෆ࡛㣫⫱ࡉࢀ࡚࠸ࡿ࢟ࢶࢿࢨࣝ 2✀(Eulemur macaco macaco, Varecia variegata ) ࢆᑐ㇟࡟ࠊ࣐࢖ࢡࣟࢧࢸࣛ࢖ࢺ㑇ఏ
Ꮚᗙ఩ࡢศᯒ⤖ᯝ࡟ᇶ࡙ࡃṇ☜࡞⾑⤫⟶⌮ἲࡢ☜❧ࢆ┠ⓗ࡜ࡋ࡚ᮏ◊✲ࢆ㐍ࡵ࡚࠸ࡿࠋ 




















୍᪉ࠊ࣓ࢫ 3㢌(⤒⏘ 1㢌ࠊᮍ⤒⏘ 2㢌)ࢆ⏝࠸࡚ࠊAI᫬ࡢ㐀ᙳ๣ࡢᏊᐑෆὀධヨ㦂ࢆ⾜ࡗࡓࠋ⤒ཱྀࢰࣥࢹࡢඛ➃ࢆᏊᐑ㢁
⟶ෆ࡟ᤄධࡋࠊእᏊᐑཱྀࢆࣉࣛࣥࢪ࣮࡛ࣕሰࡄ᪉ἲ࡟ࡼࡾࠊ⤒⏘ಶయ࡛ࡢࡳ㐀ᙳ๣ࡀᏊᐑෆ࡟ὀධ࡛ࡁࡓࠋࡉࡽ࡟ྠ⤒⏘
ಶయ࡟࠾࠸࡚᭶⤒࠿ࡽ 10᪥┠࡟Ꮚᐑෆὀධ࡟ࡼࡿ AIࢆ⾜ࡗࡓࡀዷፎ࡟ࡣ⮳ࡽ࡞࠿ࡗࡓࠋ 
C-2໭㝈ࡢࢧࣝ࡟࠾ࡅࡿಖ඲་Ꮫⓗ◊✲ 
㏆Ụಇᚨ, ᅵ⏣ಟ୍, ▼஭ዉ✑⨾, ⩚ᒣఙ୍, ྡษᖾᯞ(᪥⋇኱࣭⋇་),୰すࡏࡘᏊ(NPOἲே࡝࠺ࡪࡘࡓࡕࡢ⑓㝔) 
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